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Figure 1 
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( 1 ) ATGCCTGCCTTCAATACATTGTTTCCCCTGGCTTCTCTCGTGCTTATCTA 
( 1 ) ATGCCTGCCTTCAACAGATTGCTTCCCCTAGCTTCTCTAGTGCTCATCTA 
(1) ATGCCTGCCTTCAA AGATTG TTCCCCT GCTTCTCT GTGCT ATCTA 

51 100 
(51) CTGGGTCAGTGTCTGCTTCCCTGTGTGTGTGGAAGTGCCCTCGGAGACGG 
(51) CTGGGTCAGAGTCTGCTTCCCTGTGTGTGTGGAAGTGCCCTCGGAGACAG 
(51) CTGGGTCAG GTCTGCTTCCCTGTGTGTGTGGAAGTGCCCTCGGAGAC G 

101 150 
(101) AGGCCGTGCAGGGCAACCCCATGAAGCTGCGCTGCATCTCCTGCATGAAG 
(101) AAGCGGTGCAGGGCAATCCCATGAAGCTGAGGTGCATCTCCTGCATGAAG 
(101) A GC GTGCAGGGCAA CCCATGAAGCTG G TGCATCTCCTGCATGAAG 

151 200 
(151) AGAGAGGAGGTGGAGGCCACCACGGTGGTGGAATGGTTCTACAGGCCCGA 
(151) AGGGAGGAGGTGGAGGCCACCACTGTGGTGGAGTGGTTCTACAGGCCTGA 
(151) AG GAGGAGGTGGAGGCCACCAC GTGGTGGA TGGTTCTACAGGCC GA 

201 250 
(201) GGGCGGTAAAGATTTCCTTATTTACGAGTATCGGAATGGCCACCAGGAGG 
(201) GGGCGGTAAAGATTTCCTTATATATGAGTATCGGAATGGCCACCAGGAAG 
(201) GGGCGGTAAAGATTTCCTTAT TA GAGTATCGGAATGGCCACCAGGA G 

251 300 
(251) TGGAGAGCCCCTTTCAGGGGCGCCTGCAGTGGAATGGCAGCAAGGACCTG 
(251) TGGAGAGCCCCTTCCAAGGCCGTCTGCAGTGGAATGGGAGCAAAGACCTG 
(251) TGGAGAGCCCCTT CA GG CG CTGCAGTGGAATGG AGCAA GACCTG 

301 350 
(301) CAGGACGTGTCCATCACTGTGCTCAACGTCACTCTGAACGACTCTGGCCT 
(301) CAGGACGTATCCATCACTGTACTCAATGTCACTTTGAATGACTCTGGCCT 
(301) CAGGACGT TCCATCACTGT CTCAA GTCACT TGAA GACTCTGGCCT 

351 400 
(351) CTACACCTGCAATGTGTCCCGGGAGTTTGAGTTTGAGGCGCATCGGCCCT 
(351) CTACACATGCAATGCGTCCAGGGAGTTCGAATTCGAGGCACACAGGCCTT 
(351) CTACAC TGCAATGTGTCC GGGAGTT GA TT GAGGC CA GGCC T 

401 450 
(401) TTGTGAAGACGACGCGGCTGATCCCCCTAAGAGTCACCGAGGAGGCTGGA 
(401) TTGTGAAGACCACGAGACTGATACCTTTGCGAGTCACTGAAGAGGCGGGA 
(401) TTGTGAAGAC ACG G CTGAT CC T GAGTCAC GA GAGGC GGA 

451 500 
(451) GAGGACTTCACCTCTGTGGTCTCAGAAATCATGATGTACATCCTTCTGGT 
(451) GAAGACTTCACCTCCGTGGTCTCGGAAATCATGATGTACATCCTCCTGGT 
(451) GA GACTTCACCTC GTGGTCTC GAAATCATGATGTACATCCT CTGGT 

501 550 
(501) CTTCCTCACCCTGTGGCTGCTCATCGAGATGATATATTGCTACAGAAAGG 
(501) CTTCCTCACCTTGTGGCTGTTTATTGAGATGATCTATTGCTACAGAAAGG 
(501) CTTCCTCACC TGTGGCTG T AT GAGATGAT TATTGCTACAGAAAGG 

551 600 
(551) TCTCAAAAGCCGAAGAGGCAGCCCAAGAAAACGCGTCTGACTACCTTGCC 
(551) TCTCTAAGGCCGAAGAGGCAGCACAGGAAAATGCGTCTGACTACCTTGCT 
(551) TCTC AA GCCGAAGAGGCAGC CA GAAAA GCGTCTGACTACCTTGC 

G01 648 
(601) AT C C CAT CTGAGAAC AAGGAGAACT CT GCGGT ACC AGTGGAGGAATAG 
(601) ATCCCTTCAGAGAACAAGGAGAACTCTGTGGTACCTGTGGAGGAATAA 
(601) ATCCC TC GAGAACAAGGAGAACT CTG GGTACC GTGGAGGAATA 
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ratp3 
human P3 
rat P1 

rat Po 
igv 



MPAFNRLLPLASLVLI YWVRVCFPVCVEVPSETEAV 
MPAFNRL FPLASLVL I YWVSVCFPVCVEVPSETEAV 
/ V G A V L V S S A WG - - - -..=_G C V.E VlD.S _E_T E A V 
signal Cleavage site 

I V V Y TDREVYGA 
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QGNPMKLRCI S CMK RE E V E AT T VV E WF Y RP E GGK D F 
QGNPMKL RCI S CMKRE EVEATTVVEWFYRP EGGKDF 
YGMTFKI LCI SCKRRSETTAETFTE WT FRQKGTEEF 

VGSQVTLHCSFWSS - E WV SDDI SF TWRYQP EGGRDA 
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L- I YEYRNGHOEVESP- - FQGRLQWNGS KDLOD 

L- I YEYRNGHQEVESP- - FQGRLQWNGS - - - KDLQD 

VKI L RYENEVLQL EEDERF EGRVVWNGSRGTKDLQD 

I SI FHYAKGQPYI DEVGTFKERI QWVGD PSWKD 
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FVL NVTL NDSGLYTCNVSREF EF EAHRPFVKTT 
rVLNVTLNDSGLYTCMVSREFEFEAHRPFVKTT 
= I TNVTYNHSGDYECHVYRLL FF DNYEHNTSVV 



Gisililv i HiL d y sInIt fIHSIdIIk n - 
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R L I PL RVTEEAGEDFTSVVSEI MM Y I LLVFLTLWLF 
RLI PL RVTEEAGEDFTSVVSEI MMYI LLVFLTLWLL 
K K I H L FVVDKANRDMASI VSEI MMYVLI VVLTI WLV 

TM 
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ratp3 
human P3 
rat P1 



I EMI YCYRKVSKA- EEAAQENASDYLAI PSENKEN- 
I EMI YCYRKVSKA - EEAAQENASDYLAI PSENKEN- 
AFMVYCY K Kl A A AT E A A AQ-E N A S E HJ — A- 1._ TSESKENC 

internalization 
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S V V P V E E 
S A V P V E E 

tgvqvae Figure 4 
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N-terminus 




trans-membrane 
domain 



Figure 5 
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A: allA 
•: aIIA+pi 
o: aIIA+ P3 



